Replacing Fossil Oil with Plant Oils - for What?  by Stymne, Sten
Sunday, February 26, 2012 41aMany biological processes are regulated by environmental control of protein
conformation. This is commonly achieved by sensory protein domains that
bind both protein targets and environmentally-sensitive cofactors, using these
compounds to trigger allosteric changes in the sensory domain. These gen-
eral principles are exemplified by photosensory proteins, several of which
have been amenable to biophysical study and subsequent use in applied
settings.
Here I will present our work in this area, where we have used solution NMR
spectroscopy and other biophysical approaches to study the signaling mecha-
nisms of flavin-based photoreceptors that sense blue light. We have principally
focused on Light-Oxygen-Voltage domains, a group of small (~120 aa) mod-
ules from plant and bacterial photosensors. These domains control intra- and
intermolecular protein/protein interactions in response to photochemically-
driven bond formation between protein and flavin groups. This event generates
conformational changes that disrupt inhibitory protein/protein interactions, ac-
tivating downstream effectors.
Combining experimental and computational approaches, we have quantita-
tively described how alterations in protein/cofactor interactions perturb the
structural and functional activation of these proteins. In turn, this has laid the
foundation for us to
manipulate various
photochemical pro-
perties of these
sensors, improving
their utility in opto-
genetic applications.
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Channelrhodopsin: Ideas about Gating and Ion Transport
Peter Hegemann1, Dietrich Gradmann2, Franziska Schneider1.
1Humboldt University, Berlin, Germany, 2Universita¨t Go¨ttingen,
Go¨ttingen, Germany.
Channelrhodopsins (ChRs) are directly light-gated ion channels in halo- and
glycophytic Chlorophyceae where they serve as sensory photoreceptors for be-
havioral responses (phototaxis). ChRs are used for the depolarization of se-
lected cells in neural networks of tissues and living animals to gain
information about the brain function. The operation of ChRs is determined
by two fundamental functions: gating and transport. Within the voltage- pH-,
time- and light-sensitive gating function (photocycle), an early and a late con-
ductance with different transport properties were identified. The voltage- and
substrate-sensitive transport function of the early conductance can quantita-
tively be described by enzyme kinetics, where Hþ > Naþ > Kþ > Ca2þ
> Mg2þ are translocated competitively. Experiments with specific mutants,
and 3D models based on structures of other microbial proteins, allow prelimi-
nary assignments of specific ChR functions to structural details.
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Intracelullar Signaling Dynamics
Jared Toettcher, Delquin Gong, Wendell A. Lim, Orion Weiner.
University of California, San Francisco, San Francisco, CA, USA.
As we enter the era of systems biology, in which we are trying to unravel how
complex biological systems function, we are in dire need of methods to apply
quantitative inputs at specific signaling nodes. We recently developed an ap-
proach to spatially and temporally control signaling in mammalian cells with
light. Here, we report a method for applying custom signaling inputs using
feedback control of this optogenetic protein-protein interaction (PhyB and
PIF). With our approach, time-varying inputs, which have been applied extra-
cellularly to dissect sensory signaling cascades, can now be applied to intracel-
lular signals. Titratable control at multiple signaling nodes can be used to
‘‘walk down’’ a pathway to identify sources of ultrasensitivity or points of feed-
back connection. Finally, our technique can be used to disconnect feedback cir-
cuits without changing the architecture of signaling networks by clamping
light-gated inputs against cellular changes in activity. Our approach will enable
a new generation of precision perturbative experiments that could revolutionize
our understanding of biological systems.
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Conditional Control of Protein Activity using Light-Induced Dimerizers
Chandra Tucker.
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While chemical tools that allow control of protein activities and interactions
have been in use for a number of decades, a recently emerging field centerson the use of light for protein control, allowing spatial, temporal, and reversible
control of protein activity. Light-responsive protein modules that mediate pro-
tein dimerization in response to light can be linked to target proteins, such that
activity of target proteins can be conditionally modulated by light. One such
light-mediated dimerization module is based on a blue-light dependent interac-
tion of Arabidopsis cryptochrome (CRY2) and CIB1 (Kennedy et al., 2010).
Here, I will discuss the basic properties and uses of the CRY2-CIB1 dimerizer
modules, providing examples of use controlling protein localization and protein
activity with light. I will also discuss the use of pulsed LED light systems, that
help prevent light-dependent toxicity that can result from extended light
exposure.Workshop: Biofuels
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Aqueous Processing of Cellulosic Biomass for Biological Production of
Sustainable Transportation Fuels
Charles Wyman.
Bourns College of Engineering, University of California, Riverside,
Riverside, CA, USA.
Cellulosic biomass including agricultural and forestry residues, substantial
fractions of municipal solid waste, and grasses and woody plants grown for
energy provide the only low cost and abundant resource that could be used
for sustainable production of liquid transportation fuels on a large scale.
The challenge is to develop low cost processing technologies to convert
this inexpensive resource into viable transportation fuels. Biological conver-
sion systems can apply the power of modern biotechnology to dramatically
reduce the costs of converting cellulosic biomass to fuels, and ethanol repre-
sents a particularly desirable product in the near term because of its excellent
fuel properties, widespread use, and compatibility with biological conversion
systems. Ethanol use can also build from commercial experience gained with
ethanol made from starch crops in the United States and cane sugar in Brazil.
The most expensive steps in biological processing are associated with break-
ing down the cellulose and hemicellulose fractions of biomass to release
sugars, with pretreatment particularly critical to achieving low costs and
high yields Our research focuses on improving the understanding of aqueous
pretreatment and its interactions with enzymatic hydrolysis with the goal of
reducing costs. This presentation will summarize comparative data on pre-
treatment technologies, developing and applying a high throughput miniatur-
ized approach to pretreatment and hydrolysis, and continuous fermentations to
reduce enzyme use. Once successfully introduced into the marketplace, fuels
from cellulosic biomass can have powerful and unique strategic, environmen-
tal, and economic benefits.
209-Wkshp
Replacing Fossil Oil with Plant Oils - for What?
Sten Stymne.
Dept. of Plant Breeding and Biotechnology, Swedish University of
Agricultural Sciences, Alnarp, Sweden.
The value of the products and chemicals made from the 10% of fossil oil that is
used as feed stock in the chemical industry is the same as the value of all fuel
made from the remaining 90%. Using plant oil instead of fossil oil as feed stock
for the materials and chemicals could capture much of this added value, if the
plant molecules are optimized in-planta for the end use and thereby minimizing
the downstream processing costs. I have a vision that within 20 years time re-
place 40% of the fossil oil used in the chemical industry with renewable plant
oils, whilst ensuring that growing demand for food oils is also met. This will
require a trebling of global plant oil production from current levels of 135
MT to about 400 MT annually. Realisation of this potential will rely on appli-
cation of plant biotechnology to (a) tailor plant oils to have high purity (pref-
erably > 90%) of single desirable fatty acids, (b) introduce unusual fatty
acids that have speciality end-use functionalities, (c) increase plant oil produc-
tion capacity by increased oil content in current oil crops, and conversion of
other high biomass crops into oil accumulating crops. Using plant oils in the
chemical industry will not only enable replacement of fossil oil but will, at least
equally importantly, enable substantial overall energy savings and generate
added-value for agricultural products that cannot be captured by using them
42a Sunday, February 26, 2012for energy production. I will in this presentation outline research strategies for
the replacement of a significant portion of the fossil oil used in the chemical
industry with plant oils by extrapolating on the present state of the art of science
in the area.
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Building and Understanding New Chemical Function in Living Organisms
Michelle C. Chang.
Department of Chemistry, University of California, Berkeley,
Berkeley, CA, USA.
Living systems have evolved the capacity to carry out many chemical transfor-
mations of interest to synthetic chemistry if they could be redesigned for
targeted purposes. However, our ability to mix and match enzymes to construct
de novo pathways for the cellular production of small molecule targets is
limited by insufficient understanding how chemistry works inside a living
cell. Our group is interested in using synthetic biology as a platform to study
how enzymes function in vivo and to use this understanding to build new syn-
thetic pathways for the production of pharmaceuticals, nanomaterials, and fuels
using living cells.Workshop: Measuring Excursions from
the ‘‘Structure’’ (X-Ray Crystallography,
NMR, Simulations)
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Seeing the Invisible by Solution NMR
Lewis Kay.
Medical Genetics & Microbiology, University of Toronto,
Toronto, ON, Canada.
Many biochemical processes proceed through the formation of functionally
important intermediates. For example, ligand binding, enzyme catalysis and
protein folding may all involve the formation of one or more intermediates
along the reaction coordinate connecting the initial and final protein states. A
complete understanding of each process, requires, therefore, characterization
of these intermediates in detail. While methods exist for studying the endpoints
of these processes at atomic resolution in many cases, similar studies of the
intermediates remain elusive. NMR methods for seeing such ‘invisible’ states
will be described, along with a number of applications to protein folding illus-
trating the power of the methodology.
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Single-Molecule FRET for Protein Conformation Distributions and
Dynamics
Haw Yang.
Princeton University, Princeton, NJ, USA.
The presentation will start with an overview of the technique and point out
the unique pieces of information, complementary to those provided by other
techniques discussed in this workshop, that single-molecule FRET can offer.
Several practical issues will be discussed. They include: What level of preci-
sion does one need? How to choose the labeling sites? How to choose the
dyes? What are the control experiments that need to be done? Fluorescence
single-molecule data tend to be very noisy. What is the single-molecule noise
budget? What are the methods that one can use to analyze the data? Otherissues to be discussed include consistency, correlation, and causality. Three
examples—polyproline, adenylate kinase from E. coli, and protein tyrosine
phosphatase B from M. tuberculosis—will be used to illustrate some of
the points. Finally, this presenter will attempt to discuss possible future
directions.
213-Wkshp
Some Like it Hot: Protein Ensembles by Room Temperature X-Ray
Crystallography
James Fraser.
University of California, San Francisco, San Francisco, CA, USA.
Although X-ray crystallography has traditionally provided a single protein
‘‘structure’’, it is an ensemble measurement that can reveal alternative con-
formations, which are hidden at low levels of electron density. Modern pro-
tein crystallography is based nearly exclusively on X-ray data collected at
cryogenic temperatures (~100 K). The cooling process is thought to intro-
duce little bias in the functional interpretation of structural results, because
cryogenic temperatures minimally perturb the overall protein backbone
fold. Using new computational tools for electron-density sampling, model re-
finement and molecular packing analysis, we have found that crystal cryo-
cooling remodels the conformational distributions of more than 35% of
side chains and eliminates packing defects necessary for functional motions.
Monitoring room-temperature conformational ensembles by X-ray crystallog-
raphy can reveal motions crucial for catalysis, ligand binding and allosteric
regulation.
214-Wkshp
Interrogating Protein Conformational Mobility by Hydrogen Exchange
Mass Spectrometry
Natalie Ahn.
University of Colorado, Boulder, Boulder, CO, USA.
It is often postulated that protein conformational mobility underlies enzyme
activation, however our knowledge about how this occurs is still incom-
plete. To study this, we are measuring protein hydrogen/deuterium exchange
by mass spectrometry (HX-MS) which reports internal motions of the folded
state, where exchange predominantly occurs through low energy fluctuations
in protein structure that enable transient solvent accessibility. Such fluctua-
tions, represented by free energy differences (aaG) on the order of 1 kcal/
mol, lead to changes in protein function even where structural differences
are absent. HX-MS analysis of the mitogen-activated protein kinase,
ERK2, reveals altered conformational mobility within localized regions of
the enzyme upon catalytic activation. HX changes can be ascribed to en-
hanced backbone flexibility at the hinge between the conserved N- and
C-terminal domains, predicting that interdomain closure may occur follow-
ing ERK2 activation. This is corroborated by evidence that ERK2 binds
nucleotide in two modes, where the active kinase adopts a closed conforma-
tion, whereas inactive ERK2 is constrained in an open conformation. Thus,
phosphorylation of ERK2 releases constraints to interdomain closure needed
for catalytic turnover, by regulating protein flexibility. Importantly, patterns
of activation-induced HX differ between ERK2 and its paralog ERK1, de-
spite their similarities in overall deuteration. Furthermore, ERK1 lacks con-
straints to domain closure prior to activation. Therefore, although MAP
kinases are closely related with respect to primary sequence and tertiary
structure, they utilize distinct mechanisms for dynamic control of enzyme
function.
